The amino-terminal region of the enterotoxin of Clostridium perfringens was investigated by automated sequence analysis. The primary structure results revealed that the enterotoxin is composed of a single polypeptide amino acid sequence. Computer comparison of a 20-residue sequence with a sequence library of reported proteins revealed no significant chemical similarities, indicating that the enterotoxin represents a unique polypeptide primary structure.
Clostridium perfringens produces at least 12 different toxins which are implicated as important in the pathogenesis of the organism (15) . One of these toxins is a heat-labile enterotoxin which is produced by the organism during sporulation (2, 3). The enterotoxin induces fluid accumulation in ileal loops in animals (16) and diarrhea in humans affected by C. perfringens food poisoning (14, 18) . Recent studies on the mechanism of action of this enterotoxin indicate that the enterotoxin structurally alters cell membranes and affects cell function (12, 13) .
The enterotoxin from C. perfringens type A was previously reported to be a protein with a molecular weight of 35,000 (see review in reference 15). Enders and Duncan (4) demonstrated that the purified enterotoxin was free of fatty acids, nucleic acids, and carbohydrate (< 1.2%) but showed electrophoretic microheterogeneity and formed large-molecular-weight aggregates. These authors found that the experimentally determined molecular weight of aggregates in the presence of detergents corresponded to multiples of a subunit molecular weight of 17,500. Yotis and Catsimpoolas (19) obtained isoelectric focusing results which indicated that the enterotoxin was composed of two protein components; however, the results of Granum and Skjelkvale (5) indicated that the enterotoxin was a single polypeptide chain with a molecular weight of 34,000, as evidenced by sedimentation equilibrium analysis.
In view of differences in the reported subunit composition of the enterotoxin, we undertook amino acid sequence analysis of the aminoterminal region of the enterotoxin. In addition, we compared this region of primary structure with reported primary structures of other proteins to investigate any possible occurrence of chemical similarities.
Enterotoxin was prepared by the method of Granum and Whitaker (6), and its biological activity was determined as described by Stark and Duncan (17) . The enterotoxin gave a single homogeneous peak of molecular weight 35,000 when subjected to gel filtration by high-performance liquid chromatography (HPLC) in 8 M urea (Fig. 1) , similar to the procedure of Kato et al. (9) . Amino acid compositional analysis was carried out as previously reported for cholera toxin (10) . The compositional results were in good agreement with those published by Hauschild et al. (8) fore, the sequencer results are in agreement with a molecular weight value for the enterotoxin of 21,000 to 35,000. It should also be pointed out that Granum et al. (7) found that dansylation of the enterotoxin gave only a single spot that ran near dansyl methionine sulfoxide when analyzed by thin-layer chromatography.
Comparison of the partial amino acid sequence of C. perfringens enterotoxin with a library of reported sequences showed no significant similarities, indicating that the enterotoxin represents a unique gene product. The library of sequences used in the comparison was the protein data base of Dayhoff (1) 
